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Diversification of reprogramming trajectories revealed by parallel single-cell transcriptome and chromatin accessibility sequencing 
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Related files 


1- Obtaining proper GTF for UCSC assemblies.doc 

2- Creating a genome index for STAR mapper.doc 

3- Quality Control of the fastq files.doc 

4- Mapping RNA-Segq libraries using STAR (Fluidigm Libraries).doc 

5- Gene Counting using Cuffquant (Fluidigm Libraries).doc 

6- Obtaining normalized values using cuffnorm (Fluidigm Libraries).doc 


7- Using Seurat for clustering the libraries using the FPKM table (Fluidigm Libraries).doc 


iy 8- Using RCA for clustering the libraries using the FPKM table (Fluidigm Libraries).doc 
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